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FIGURE 4 

a 



1 GGTGGAGCTGGCGGCCGAGGAGGCGGCGCAGGACGGGGCGGAGCCGGGCCGCGTGGACAC 
1VELAAEEAAQDGAEPGRV0T 

6 1 GTTCTGGTACAAGTTCCTGAAGCGGGAGCCGGGAGGAGAGCTCTCCTGGGAAG^CAATGG 
21 FWYKFLKREPGGELSWEGJv'G 

121 ACCTCATCATGACCGTTGCTGTACTTACAATGAAAACAACTTGGTGGATGGTGTGTATTG 
41 F H H D R C C T V N E N N L V D G V V C 
C (LD5) T (polymorphism) 

181 TCTCCCAATAGGACACTGGATTGAGGCCACTGGACACACCAATGAAATGAAGCACACAAC 
61 LP I GHWIEATGHTNE MKHTT 

(1-22) * i 

241 AGACTTCTATTTTAATATTGCAGGCCACCAAGCCATGCATTATTCAAGAATTCTACCAAA 
81DFYFNIAGHQAMHYSRI LPN 

301 TATCTGGCTGGGTAGCTGCCCTCGACAGGTGGAACATGTTACCATCAAACTGAAGCATGA 
101 IWLGSCPRQVEHVTIKLKHE 

3 61 ATTGGGGATTACAGCTGTCATGAATTTCCAGACTGAATGGGATATTGTTCAGAATTCCTC 
121 LGI TAVMNFQTEWDIVQNSS 

421 ATGCTGTAACCGCTACCCAGAGCCCATGACTCCAGACACTATGATTAAACTATCTAGGGA 
141 CCNRYPEPMTPDTM I KLSRE 

4 

4 81 AGAAGGCTTGGCCTACATCTGGATGCCAACACCAGATATGAGCACCGCAGGCCGAGTACA 
161 EGLAY IWMPTPDMS T A G R V Q 

(6 families) * 

541 GATGCTGCCCCAGGCGGTGTGCCTGCTGCATGCGCTGCTGGAGAAGGGACACATCGTGTA 
181 MLPQAVCL LHAL LEKGH I VY 

f A insertion (LD100) 
601 CGTGCACTGCAACGCTGGGGTGGGCCGCTCCACC GCGGCTGTCTGCGGCTGGCTCCAGTA 
201 (V H CNAGVGRSTI A AVCGWLQY 

S (L6) 

661 TGTGATGGGCTGGAATCTGAGGAAGGTGCAGTA1TTCCTCATGGCCAAGAGGCCGGCTGT 
221 VMGWNLRKVQYFLMAKRPAV 

L (LD33) 

721 CTACATTGACGAAGAGGCC^TTGGCCCGGGCACAAGAAGATTTTTTCCAGAAATTTGGGAA 
241 YI DEEALARAQEDFFQKFGK 

7 81 GGTTCGTTCTTCTGTGTGTAGCCTGTAGc tggtcagcctgctt-CCgcccccccctgattt 
261 VRSSVCSL* 
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841 ccctaaggagcctgggacgatgttggtcaaatgacctagaaacaaggattccacctgaac 
901 tgaaaggactgtgtgacctccccaagccaaccactttcacctgggatgactttcgatitar: 
9 61 gctttggtttggggccgtattt" tgaaacaetctacaagaaagctgtggctcaacacaeg 
1021 agaagaagcacgaagcagccaggctgcacatcagacagaagggtaatgcgt gcagcticct 
1081 gctgcccgcaggcagacgaggcctttgctxcacagcactgLatgtgttgcacgatggatc 
1141 cgtgacagcactttcctgttgcactgaaactcttggccatgtagaggaaaagatatggag 
1201 LLatgtggatttcatcactagtatgtgtgccgtgagccggtcagttgccaaaggaggaaa 
1261 taaggtt.agaagcccgaaccgLt:acaaaagaagagcccaccat:ggtcaaaaagt;gatggc 
1321 tttcaggacttgttttttatcctgcctcacagttgttaaagtctgttccaaggcatcacc 
1381 ttcct.tccccacccaacaaccct:gt.gtaacaact.aaagt:agaattatct:cticact:cgttg 
1441 gtggttttccctcaaaattaccaaacaaagcaaaaaatacccctgttttLtiatagttgag 
1501 acgtcaaggaagttiaaactgaggctr aacgagcacaggtagctcgticcaaggtcticatga 
1561 ccagtcaagggcaagctggagttaataatctatatncatttgactcagcaccgtttt cat 
1621 cacaacctgttttcccagcatcatgcagtgcatttagttttgtctttcccagggcacagt: 
1681 caatatgcctgcaggagtttctatagcgagacatagaatagtactctgaccagttgccaa 
1741 agaatctaggaaattagttgcatttcgtgcaagccaacctaaaaacacgacgggctgtct 
1801 taagaccagagtggaaatxcaugagaggaactatactaccaaaagagcccaaatgaccaa 
18 61 atccatggataattgcttcacagccttggccatcctggcccagctctcaatttagtataa 
1921 tacgcagttcccgtgcctccagactatgcagctcatcaccctaggttcLacaggaaatac 
1981 agagatgaacaactttgccttcaaaaaatgtgctgccLagaaaacagacctgcattLcaa 
2041 cccaactgtaacgcaggatttggaccatgaatigatacgctagaatagaagaaagagaagc 
2101 gtttctttaattgagagcccctatgtgcaaggtgatat-ataatcatatccagcttaaccc 
2161 tcacaacacccaacgaagaaggcctcactatctccacgataaagacggggaaaccaaggL 
2221 cagaagggctaacLcaactgcctatcgccacatgacgaaLaaacagatgaagcgagacac 
2281 aaagcngggcctgattcaaagccctLaccttcctaaccaaactiacgatgcgtiacctacm: 
2341 tcctgcaccccccttLcccccacaaacacacactgatagatgcaagagaccctcatLtat 
2401 aaggcgtgggggacaagaaggatacaaggtaagtttcagtggagctcagaggacggggag 
24 61 acagaactgcggcactLaggggagacgacatctgccctgggcagagg^agctagccagga 
2521 cacattCccactataatctitacaaagCcaaacccataagctagcaLLaagtaaagtgaag 
2581 tccagctcccttgctaaaaataactagaggtaataattggcattcaggtaactcatttac 
2 641 agtcataatgtgttgtgaaaatttaatcttaaaaautaaatttttaaactatgtgggtct 
2701 gcgaattcctttaatgLctaagaaacccagcttcacaatttccatgatacaaagatcttt 
2761 cttcaggtggatttttacccttgttccttttgctctgatagacaaaatcagtttaggact 
2821 attaaagaatgttttggptt-a-a^ct:gtct.tt:tt.ccccaatgaaE.gggatgt.ct.aatgtac 
2881 ttcaaaatcacccaaaa hr r r r gb ca pnr n n h p gcatttaaaaagaaaaaaaaaaaaaaa 



S LARAQEDFFQKFGKVRSSVCSL LD1 VHCNAGVGRST 
MTM1 VHGSDGWDRTA 
PTEN IHCKAGKGBTG 
♦ ASQOTFPL PTP1B VHCSAGIGfcSG 

„ minn „ .„ dPTP61P VHCISAGIGKSG 

gg^g A $ virus VHCQAGISRSA 
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FIGURE 7 (PI) 

LDA 

LDA,seq Length: 2940 July 16, 1998 10:34 Type: N Check: 4100 

1 GGTGGAGCTG GCGGCCGAQG AGGCGGCGCA GGACGGGGCG GAGCCGGGCC 
5 1 GCGTGGACAC GTTCTGGTAC A AGTTCCTGA AGCGGGAGCC GGGAGGAGAG 
1 0 1 CTCTCCTGGG A AGGC A ATGG ACCTCATCAT G ACCGTTGCT GTACTTACAA 
151 TGAAAACAAC TTGGTGGATG GTGTGTATTG TCTCCCAATA GGACACTGGA 
201 TTGAGGCCAC TGGACACACC AATGAAATGA AGCACACAAC AGACTTCTAT 
25 1 TTTAATATTG CAGGCCACCA AGCCATGCAT TATTCA AGA A TTCTACCA AA 
301 TATCTGGCTG GGTAGCTGCC CTCGACAGGT GGAACATGTT ACCATCAAAC 
35 1 TGAAGCATGA ATTGGGGATT ACAGCTGTCA TGAATTTCCA G ACTGAATGG 
401 GATATTGTTC AGAATTCCTC ATGCTGTAAC CGCTACCCAG AGCCCATGAC 
451 TCCAGACACT ATGATTAAAC TATCTAGGGA AGAAGGCTTG GCCTACATCT 
501 GGATGCCAAC ACCAGATATG AGCACCGCAG GCCGAGTACA GATGCTGCCC 
55 1 CAGGCGGTGT GCCTGCTGCA TGCGCTGCTG GAGAAGGGAC ACATCGTGTA 
60 1 CGTGCACTGC A ACGCTGGGG TGGGCCGCTC CACCGCGGCT GTCTGCGGCT 
65 1 GGCTCCAGTA TGTGATGGGC TGGA ATCTGA GGAAGGTGCA GTATTTCCTC 
701 ATGGCCAAGA GGCCGGCTGT CTACATTGAC GAAGAGGCCT TGGCCCGGGC 
75 1 ACAAGAAGAT TTTTTCCAGA AATTTGGGAA GGTTCGTTCT TCTGTGTGTA 
801 GCCTGTAGCT GGTCAGCCTG CTTCTGCCCC CTCCTGATTT CCCTAAGGAG 
85 1 CCTGGGATG A TGTTGGTC AA ATGACCTAGA AACA AGGATT CTACCTGA AC 
901 TGAAAGGACT GTGTGACCTC CCCAAGCCAA CCACTTTCAC CTGGGATGAC 
95 1 TTTCGATTAT GCTTTGGTTT GGGGCTGTAT TTTTGAAATA CTCTACAAGA 
1001 AAGCTGTGGC TCAACACATG AGAAGAAGCA CGAAGCAGTT AGGCTGTACA 
105 1 TCAGACAGAA GGGTA ATGCG TGCAGTTCCT GCTGCCTGCA GGCAGACG AG 
1101 GCCTTTGCTT TACAGCACTG TATGTGTTGC ACGATGGATC CGTGACAGCA 
1151 CTTTCCTGTT GCACTGAAAC TCTTGGCCAT GTAGAGGAAA AGATATGGAG 
1201 TTATGTGGAT TTC ATC ACTA GTATGTGTGC CGTGAGCTGG TCAGTTGCCA 
1 25 1 AAGG AGGAAA TA AGGTTAGA AGCCTG AACC GTTACAAAAG A AGAGCTCAC 
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FIGURE 7 (P2) 



1 30 1 TATGGTCAA A AAGTG ATGGC TTTCAGGACT TGTTTTTTAT CCTGCCTCAC 
1 35 1 AGTTGTTAAA GTCTGTTCCA AGGCATCACC TTCCTTCTCT ACCCAACA AC 
140 1 CCTGTGTAAC AACTAAAGTA GAATTATCTC TCATTTGTTG GTGGTTTTTC 
145 1 CTCAAAATTA CCAAACAAAG CAAAAAATAC CCTTGTTTTT TATAGTTGAG 
150 1 ATGTCAAGGA AGTTAAATTG AGGCTTAATG AGCATAGGTA GCTTGTCCAA 
1 55 1 GGTCTCATG A CC AGTC A AGG GC A AGCTGG A GTTA ATAATC TATATTTATT 
1 60 1 TG ACTCAGCA CTGTTTTCAT CACA ACTTGT TTTCCCAGCA TCATGTAGTG 
1 65 1 CATTTAGTTT TGTCTTTCTC AGGGTATAGT CA ATATGCCT GCAGGAGTTT 
1 70 1 CTATAGCG AG ACATAG A ATA GTATTCTGAT CAGTTGCCA A AGA ATCTAGG 
1 75 1 AAATTAGTTG TATTTTGTGC AAGCTAATTT AAAAACATGA TGGGCTGTTT 
1801 TAAGACCAGA GTGGAAATTC ATGAGAGGAA CTATACTACC AAAAGAGCCC 
1 85 1 A A ATGACC A A ATCCATGG AT A ATTGCTTC A C AGCCTTGGC CATCCTGGCT 
1 90 1 CAGCTCTCAA TTTAGTATAA TATGCAGTTC CTGTGCCTCC AGACTATGCA 
1 95 1 GCTCATCACC CTAGGTTCTA CAGGA AATAC AGAGATGAAC AACTTTGCCT 
2001 TCAAAAAATG TGCTGCCTAG AAAACAGACC TGCATTTCAA CCCAACTGTA 
205 1 ATGCAGG ATT TGG ACCATGA ATG ATATGCT AGAATAGAAG AAAGAGAAGT 
2101 GTTTTTTTA A TTGAGAGCCT CTATGTGC AA GGTG ATATAT AATCATATCC 
2151 AGTTTAATCT TCACAATATC CA ATG AAG AA GGTCTCATTA TCTCCATG AT 
220 1 AAAGATGGGG AAACTAAGGT CAGAAGGGTT AACTCAACTG TCTATTGTCA 
225 1 CATGATGAAT AAATAGATGA AGTG AGATAC AAAGCTGGGT TTGATTCAAA 
230 1 GCCCTTACTT TCCTAATTAA ACTATGATGC GTATTTATTT TTCTGCACCT 
235 1 TCCTTTCTTC CACAAACAC A TATTG ATAGA TGCAAGAGAC TCTTATTTAT 
240 1 AAGGCGTGGG GGACAAGA AG GATACAAGGT AAGTTTCAGT GG AGCTCAGA 
245 1 GGACGGGGAG ATAGAACTGT GGCACTTAGG GGAGATGACA TTTGCTTTGG 
250 1 GCAGAGGCAG CTAGCCAGG A CACATTTCCA CTATAATTTT AC A AAGTTAA 
255 1 ATTTATAAGC TAGCATTAAG TA AAGTG A AG TCCAGCTCCC TTGCTAAAAA 
2601 T A ACTA G AGG TAATAATTGG TATTCAGGTA ACTCATTTAC AGTCATAATG 
265 I TGTTGTGAAA ATTTAATCTT AAAAATTAAA 1TTTT A A A CT ATGTGGGTCT 
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FIGURE 7 



270 1 GTGAATTTCT TTAATGTCTA AGAAATCCAG CTTCATAATT TCCATGATAC 
275 1 AAAGATCTTT TTTCAGGTGG ATTTTTACCT TTGTTCCTTT TGCTCTGATA 
280 1 GACAA AATCA GTTTAGGACT ATTAAAGAAT GTTTTGGAAT AAACTGTCTT 
285 1 TTTCCTCAAT GAATGGGATG TCTAATGTAT TTCAAAATCA CCCAAA ACTT 
290 1 TTGGCAAATA A AAGCATTTA AAAAG AAAAA AA AAAAAAAA 
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FIGURE 8 



LDA.pep Length: 268 July 16, 1998 10:33 Type; P Check: 9839 .. 

I VELAAEEAAQ DGAEPGRVDT FWYKFLKREP GGELSWEGNG PHHDRCCTYN 
5 1 ENNLVDGVYC LPIGHWIEAT GHTNEMKHTT DFYFNIAGHQ AMHYSRILPN 
1 0 1 IWLGSCPRQ V EHVTIKLKHE LGITAVMNFQ TEWDIVQNSS CCNRYPEPMT 
151 PDTMIKLSRE EGLAYIWMPT PDMSTAGRVQ MLPQAVCLLH ALLEKGHIVY 
201 VHCNAGVGRS TAAVCGWLQY VMGWNLRKVQ YFLMAKRPAV YIDEEALARA 
253 QEDFFQKFGK VRSSVCSL 
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FIGURE 9 

LDB.seq Length: 915 July 16, 1998 10:34 Type: N Check: 2239 

1 CCAAGAATCG GCACG AGGAT TATTCAAGAA TTCTACCAAA TATCTGGCTG 
5 1 GGTAGCTGCC CTCGACAGGT GG A ACATGTT ACCATCAAAC TGAAGCATGA 
101 ATTGGGGATT ACAGCTGTCA TGAATTTCCA GACTGAATGG GATATTGTTC 
15 1 AGAATTCCTC ATGCTGTAAC CGCTACCCAG AGCCCATGAC TCCAGACACT 
201 ATGATTAAAC TATCTAGGGA AGAAGGCTTG GCCTACATCT GGATGCCAAC 
25 1 ACCAGATATG AGCACCGCAG GCCGAGTACA GATGCTGCCC CAGGCGGTGT 
301 GCCTGCTGCA TGCGCTGCTG GAGAAGGGAC ACATCGTGTA CGTGCACTGC 
35 1 AACGCTGGGG TGGGCCGCTC CACCGCGGCT GTCTGCGGCT GGCTCCAGTA 
401 TGTGATGGGC TGGAATCTGA GGAAGGTGCA GTATTTCCTC ATGGCCAAGA 
45 1 GGCCGGCTGT CTACATTGAC GAAGAGGCAG CTAGCCAGGA CACATTTCCA 
501 CTATAATTTT ACAAAGTTAA ATTTATAAGC TAGCATTAAG TAAAGTGAAG 
55 1 TCCAGCTCCC TTGCTAAAA A TA ACTAGAGG TAATAATTGG TATTC AGGTA 
60 1 ACTCATTTAC AGTCATA ATG TGTTGTGAAA ATTTAATCTT AAA AATTAA A 
65 1 TTTTTAAACT ATGTGGGTCT GTGAATTTCT TTAATGTCTA AGAAATCC AG 
70 1 CTTC ATAATT TCCATG ATAC A A AG ATCTTT TTTCAGGTGG ATTTTTACCT 
75 1 TTGTTCCTTT TGCTCTGATA G ACAAAATCA GTTTAGGACT ATTAAAGA AT 
80 1 GTTTTGG A AT AAACTGTCTT TTTCCTC AAT G AATGGGATG TCTAATGTAT 
85 1 TTCAA AATCA CCC AAAACTT TTGGCAAATA AAAGCATTTA A A AAG AA AAA 
901 AAAAAAAAAA AAAAA 
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FIGURE 10 



LDB.pep Length: 167 July 16, 1998 10:34 Type: P Check: 3130 

I KNRHEDYSRI LPNIWLGSCP RQVEHVTIKL KHELGITAVM NFQTEWDIVQ 
5 1 NSSCCNRYPE PMTPDTMIKL SREEGLAYIW MPTPDMSTAG RVQMLPQAVC 
101 LLHALLEKGH IVYVHCNAGV GRSTAAVCGW LQYVMGWNLR KVQYFLMAKR 
151 PAVYIDEEAA SQDTFPL 
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exon 4 



C->T G->A 



7^ 



H H H[P1 HH HH 



| 200 bp 
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FIGURE 13 (PI) 



1 



ATGCGCTTCC 



GCTTTGGGGT 



GGTGGTGCCA 



CCCGCCGTGG 



CCGGCGCCCG 



51 


GCCGGAGCTG 


CTGGTGGTGG 


GGTCGCGGCC 


CGAGCTGGGG 


CGTTGGGAGC 


101 


CGCGCGGTGC 


CGTCCGCCTG 


AGGCCGGCCG 


GCACCGCGGC 


GGGCGACGGG 


151 


GCCCTGGCGC 


TGCAGGAGCC 


GGGCCTGTGG 


CTCGGGGAGG 


TGGAGCTGGC 


201 


GGCCGAGGAG 


GCGGCGCAGG 


ACGGGGCGGA 


GCCGGGCCGC 


GTGGACACGT 


251 


TCTGGTACAA 


GTTCCTGAAG 


CGGGAGCCGG 


GAGGAGAGCT 


CTCCTGGGAA 


301 


GGCAATGGAC 


CTCATCATGA 


CCGTTGCTGT 


ACTTACAATG 


AAAACAACTT 


351 


GGTGGATGGT 


GTGTATTGTC 


TCCCAATAGG 


ACACTGGATT 


GAGGCCACTG 


401 


GGCACACCAA 


TGAAATGAAG 


CACACAACAG 


ACTTCTATTT 


TAATATTGCA 


451 


GGCCACCAAG 


CCATGCATTA 


TTCAAGAATT 


CTACCAAATA 


TCTGGCTGGG 


501 


TAGCTGCCCT 


CGTCAGGTGG 


AACATGTTAC 


CATCAAACTG 


AAGCATGAAT 


551 


TGGGGATTAC 


AGCTGTAATG 


AATTTCCAGA 


CTGAATGGGA 


TATTGTACAG 


601 


AATTCCTCAG 


GCTGTAACCG 


CTACCCAGAG 


CCCATGACTC 


CAGACACTAT 


651 


GATTAAACTA 


TATAGGGAAG 


AAGGCTTGGC 


CTACATCTGG 


ATGCCAACAC 


701 


CAGATATGAG 


CACCGAAGGC 


CGAGTACAGA 


TGCTGCCCCA 


GGCGGTGTGC 


751 


CTGCTGCATG 


CGCTGCTGGA 


GAAGGGACAC 


ATCGTGTACG 


TGCACTGCAA 


801 


CGCTGGGGTG 


GGCCGCTCCA 


CCGCGGCTGT 


CTGCGGCTGG 


CTCCAGTATG 


851 


TGATGGGCTG 


GAATCTGAGG 


AAGGTGCAGT 


ATTTCCTCAT 


GGCCAAGAGG 


901 


CCGGCTGTCT 


ACATTGACGA 


AGAGGC CTTG 


GCCCGGGCAC 


AAGAAGATTT 


951 


TTT C C AG AAA 


TTTGGGAAGG 


TTCGTTCTTC 


TGTGTGTAGC 


CTGTAGCTGG 


1001 


TCAGCCTGCT 


TCTGCCCCCT 


CCTGATTTCC 


CTAAGGAGCC 


TGGGATGATG 


1051 


TTGGTCAAAT 


GAC CTAGAAA 


CAAGGATTCT 


ACCTGAACTG 


AAAGGAC TGT 


1101 


GTGACCTCCC 


CAAGCCAACC 


ACTTTCACCT 


GGGATGACTT 


TCGATTATGC 


1151 


TTTGGTTTGG 


GGCTGTATTT 


TTGAAATACT 


CTACAAGAAA 


GCTGTGGCTC 


1201 


AACACATGAG 


AAGAAGCACG 


AAGCAGTTAG 


GCTGTACATC 


AGACAGAAGG 


1251 


GTAATGCGTG 


CAGTTCCTGC 


TGCCTGCAGG 


CAGACGAGGC 


CTTTGCTTTA 


1301 


CAGCACTGTA 


TGTGTTGCAC 


GATGGATCCG 


TGACAGCACT 


TTCCTGTTGC 


1351 


ACTGAAACTC 


TTGGCCATGT 


AGAGGAAAAG 


ATATGGAGTT 


ATGTGGATTT 


1401 


CATCACTAGT 


ATGTGTGCCG 


TGAGCTGGTC 


AG T T GC C AAA 


GGAGGAAATA 


1451 


AGGTTAGAAG 


CCTGAACCGT 


TACAAAAGAA 


GAGCTCACTA 


TGGTCAAAAA 


1501 


GTGATGGCTT 


TCAGGACTTG 


TTTTTTATCC 


TGCCTCACAG 


TTGTTAAAGT 


1551 


CTGTTCCAAG 


GCATCACCTT 


CCTTCTCTAC 


CCAACAACCC 


TGTGTAACAA 


1601 


C TAAAGT AGA 


ATTATCTCTC 


ATTTGTTGGT 


GGTTTTTCCT 


CAAAATTACC 


1651 


AAACAAAGCA 


AAAAAT AC C C 


TTGTTTTTTA 


TAGTTGAGAT 


GTCAAGGAAG 


1701 


TTAAATTGAG 


GCTTAATGAG 


CATAGGTAGC 


TTGTCCAAGG 


TCTCATGACC 


1751 


AGTCAAGGGC 


AAGCTGGAGT 


TAATAATCTA 


TATTTATTTG 


ACTCAGCACT 


1801 


GTTTTCATCA 


CAACTTGTTT 


TCCCAGCATC 


ATGTAGTGCA 


TTTAGTTTTG 
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FIGURE 13 (P2) 



1851 


TCTTTCTCAG 


GGTATAGTCA 


ATATGCCTGC 


AGGAGTTTCT 


ATAGCGAGAC 


1901 


ATAGAATAGT 


ATTCTGATCA 


GTTGCCAAAG 


AATCTAGGAA 


ATTAGTTGTA 


1951 


TTTTGTGCAA 


GCTAATTTAA 


AAACATGATG 


GGCTGTTTTA 


AGACCAGAGT 


2 001 


GGAAATTCAT 


GAGAGGAACT 


ATACTACCAA 


AAGAGCCCAA 


ATGACCAAAT 


2051 


CCATGGATAA 


TTGCTTCACA 


GCCTTGGCCA 


TCCTGGCTCA 


GCTCTCAATT 


2101 


TAGTATAATA 


TGCAGTTCCT 


GTGCCTCCAG 


ACTATGCAGC 


TCATCACCCT 


2151 


AGGTTCTACA 


GGAAATACAG 


AGATGAACAA 


CTTTGCCTTC 


AAAAAATGTG 


2201 


CTGCCTAGAA 


AACAGACCTG 


CATTTCAACC 


CAACTGTAAT 


GCAGGATTTG 


2251 


GACCATGAAT 


GATATGCTAG 


AATAGAAGAA 


AGAGAAGTGT 


TTTTTTAATT 


2301 


GAGAGCCTCT 


ATGTGCAAGG 


TGATATATAA 


TC AT AT C C AG 


TTTAATCTTC 


2351 


ACAATATCCA 


ATGAAGAAGG 


TCTCATTATC 


TC C ATGATAA 


AGATGGGGAA 


2401 


ACTAAGGTCA 


GAAGGGTTAA 


CTCAACTGTC 


TATTGTCACA 


TGATGAATAA 


2451 


ATAGATGAAG 


TGAGATACAA 


AGCTGGGTTT 


GATTCAAAGC 


CCTTACTTTC 


2501 


CTAATTAAAC 


TATGATGCGT 


ATTTATTTTT 


CTGCACCTTC 


CTTTCTTCCA 


ii J Jl 




rnn-ir^A r rAf r " , A r rr < 
1 JL 1 AbA 1 V3 




JL 1A1 J. 1AIAA 


^-t ^1 /-^ S-* m 0 0 r* 


2601 


ACAAGAAGGA 


TACAAGGTAA 


GTTTCAGTGG 


AGCTCAGAGG 


ACGGGGAGAT 


2651 


AGAACTGTGG 


CACTTAGGGG 


AGATGACATT 


TGCTTTGGGC 


AGAGGCAGCT 


2701 


AGC C AGGAC A 


CATTTCCACT 


ATAATTTTAC 


AAAGTTAAAT 


TTATAAGCTA 


2751 


GCATTAAGTA 


AAGTGAAGTC 


CAGCTCCCTT 


GCTAAAAATA 


AC TAGAGGTA 


2801 


ATAATTGGTA 


TTCAGGTAAC 


TCATTTACAG 


TCATAATGTG 


TTGTGAAAAT 


2851 


TTAATCTTAA 


AAATTAAATT 


TTTAAAC TAT 


GTGGGTCTGT 


GAATTTCTTT 


2901 


AATGTCTAAG 


AAATCCAGCT 


TCATAATTTC 


CATGATACAA 


AGATCTTTTT 


2951 


TCAGGTGGAT 


TTTTACCTTT 


GTTCCTTTTG 


C T C T GAT AG A 


CAAAATCAGT 


3001 


TT AGGAC TAT 


TAAAGAATGT 


TTTGGAATAA 


ACTGTCTTTT 


TCCTCAATGA 


3051 


ATGGGATGTC 


TAATGTATTT 


CAAAATCACC 


CAAAACTTTT 


GGCAAATAAA 


3101 


AGCATTTAAA 


AAGAAAAAAA 


AAAAAAAA 
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FIGURE 14 

MRFRFGVWPPAVAGARPELLWGSRPELGRWEPRGAVRLRPAGTAAGDG 
ALALQEPGLV^GEVELAAEEAAQDGAEPGRVDTFWYKFLKREPGGELSWE 
GNGPHHDRCCTYNENIXILVI^ 

GHQAimYSRILPNIWLGSCPRQVEHVTIKLKHELGITAVMSTFQTEWDIVQ 
NSSGCmYPEPMTPDTMIKLYREEGLAYIV^ 

LLHALLEKGHIVYVHCNAGVGRSTAAVCGWLQYWGVmjRKVQYFIMAKR 
PAVYIDEEALARAQEDFFQKFGKVRSSVCSL 
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